Background: Relationships between individuals and inbreeding coefficients are commonly used for breeding decisions, but may be affected by the type of data used for their estimation. The proportion of variants with low Minor Allele Frequency (MAF) is larger in whole genome sequence (WGS) data compared to Single Nucleotide Polymorphism (SNP) chips. Therefore, WGS data provide true relationships between individuals and may influence breeding decisions and prioritisation for conservation of genetic diversity in livestock. This study identifies differences between relationships and inbreeding coefficients estimated using pedigree, SNP or WGS data for 118 Holstein bulls from the 1000 Bull genomes project. To determine the impact of rare alleles on the estimates we compared three scenarios of MAF restrictions: variants with a MAF higher than 5%, variants with a MAF higher than 1% and variants with a MAF between 1% and 5%.
Background
The use of sequence data has increased considerably in the past few years and is expected to further expand due to technological improvements and a reduction in costs for whole genome sequencing [1, 2] . While Single Nucleotide Polymorphism (SNP) chips, recently used in selection strategies, contain only a subset of the polymorphic variants available in a species, whole genome sequence (WGS) data provide access to complete information on all the variants of an individual. Most of the low Minor Allele Frequency (MAF) variants are only accessible through whole genome sequence data. Therefore, WGS data are expected to yield better estimators of the true relationships between individuals by accounting for all the genetic variation.
Breeding decisions are partly based on estimated relationships and inbreeding coefficients analysis of the population from which breeding individuals will be selected. Pedigree, SNP chips or WGS data can be used to estimate these coefficients. Traditional pedigree records have been used in selection strategies for about 30 years and SNP data have proven their efficiency in the last decade [2] . Nevertheless, both pedigree and SNP chips may lead to sub-optimal selection decisions, as pedigree is generally based on partial genealogic records and SNP data present ascertainment bias, due to the criteria used for the chip assembly [3, 4] . As suggested in a review paper by Henryon et al. [5] , even though selection has been conducted based on genomic information for some years, the utilisation of pedigree and SNP chip data for the estimation of relationships and genetic variation can still be further optimised. This may be achieved by the use of whole genome sequence (WGS) data. One of the major advantages of WGS, is that it not only captures all common variants in the genome, but accesses the many variants with rare alleles not covered by SNP chips as well. In addition, the increasing availability of WGS data coincides with reinforced attention for the development of long-term selection strategies and the impact of short versus longterm strategies on the genetic diversity of livestock species [6] . This may open up new possibilities for the optimisation of animal selection in the long-term perspective and for the prioritisation of animal selection in a conservation focused context [7] [8] [9] .
Even though whole genome sequence data are becoming increasingly abundant, an important question is if it is worth investing in such a technique, or whether traditional data, i.e. a limited number of SNP variants and pedigree, are sufficient for longterm selection strategies and prioritisation of animals for genetic diversity conservation [10] . Thus, several major questions need to be addressed. Are relationships computed from WGS data, including information from rare alleles, different from those computed from pedigree and SNP data? Will the use of this type of data help to further develop selection strategies that optimise the long-term improvement and genetic diversity conservation of livestock species? The present study intends to answer the first question by comparing estimated relationships and inbreeding coefficients from three types of data: pedigree, SNP variants from the 50 K SNP chip and sequence variants from WGS data, as well as scenarios with different MAF restrictions. We focused our analysis on the effect of low MAF variants (below 5%) on estimated relationships and inbreeding coefficients.
Methods

Data
This study was performed on whole genome sequence and pedigree data from 118 Holstein bulls. All data used were already exiting and no animal experiments were involved. Of these 118, 63 originated from Europe (based on their Interbull IDs, 26 originated from the Netherlands, 12 from France, 11 from Denmark, 10 from Germany, two from Sweden, one from Finland and one from the United Kingdom), 19 from North-America (12 from the United States of America and seven from Canada) and 36 from Australia. They were selected as being important ancestors of the current Holstein populations in these countries. Pedigree records were available from the 1950s onwards and contained 4,054 individuals, 1,538 males and 2,516 females. The most represented sire had 53 offspring and the most represented dam had six. From the 118 bulls used for this study, 117 had birth date information and were born between 1968 and 2004. All 118 bulls had both parents recorded in the pedigree. From this group, 61 individuals were involved in a parentoffspring relationship (43 parent-offspring pairs). We counted two full sib pairs and 56 individuals were part of half-sib families containing two to five half-sibs. On average, individuals had partial pedigree records (missing dams or sires after generation one) of 13 generations and complete records of three generations (records for all dams and sires). A subgroup of 60 out of the 118 bulls had full pedigree records of at least two ancestral generations (full record on parent and grandparent generations), of which 44 had full pedigree records at least up to four ancestral generations. These sub-groups were used for further analysis on inbreeding coefficients.
Whole genome sequence data for the selected bulls, including 28,336,153 SNPs (95% of the WGS variants) and 1,668,587 insertion-deletion variants (5% of the WGS variant) (hereafter jointly referred to as variants), were accessible through the 1000 bull genomes project (Run 3.0), and were for each individual obtained as described by Daetwyler et al. [11] . Sequencing was performed with Illumina HiSeq Systems (Illumina Inc., San Diego, CA). The procedure of editing the sequence data involved: sequence alignment, variant calling, phasing and quality controls. All called variants (SNPs and insertion-deletions) were put through an imputation step to fill any missing genotypes. The most likely genotypes after this imputation step were used in our study. SNPs that are included in the commonly used Illumina BovineSNP50 BeadChip v2 (Illumina Inc., San Diego, CA) were selected from the WGS, to enable computation of relationships based on SNP chip data. The average overall sequencing coverage was 10.5X (ranging from 3.2X to 38X), based on the 110 individuals for whom coverage information was available. Moreover, variants with a Minor Allele Frequency (MAF) lower than 1%, meaning that less than three copies of the minor allele were observed in the whole data set, were excluded from the analysis, as they may have represented genotyping errors. Note that using larger sample sizes may enable using lower MAF restriction thresholds. Out of the total number of sequenced variants present on the 29 autosomes, 18,739,233 on the WGS and 45,729 on the 50 K SNP chip were polymorphic in the 118 Holstein bulls. After applying the MAF quality control, i.e. remove variants with low MAF < 1%, 15,871,933 for WGS and 44,548 for the 50 K SNP chip were used for our analysis.
Analysis of Hardy-Weinberg proportions
Hardy-Weinberg proportions analysis is traditionally performed as part of the editing process when using SNP data. In general, variants showing extreme departure from Hardy-Weinberg proportions are excluded from the analysis, as they are likely to represent genotyping errors. In our case we estimated the fraction of variants departing from Hardy-Weinberg proportions for each type of data and scenario of MAF restriction used in this study. The F-exact test was used to identify departure from Hardy-Weinberg proportions as it is the most suitable for cases of variants with low MAF [12] . For each segregating variant of the SNP and WGS data used in our study, P-values for the F-exact test were computed [13] . The fractions of variants departing from Hardy-Weinberg proportions, at a P-value ≤ 0.05 for the F-exact test, were calculated in each case.
Relationship estimations
Additive genetic (A) and genomic (G) relationship matrices were computed. Two different methods were used to calculate the G matrix:
Firstly calculations were performed according to the Yang method [14] as follows:
Where N is the number of variants and G ijk is the estimated relationship between individuals j and k at locus i. At each locus i, x i. is the individual variant genotype coded as 0, 1 or 2 and p i is the frequency of the allele whose homozygote genotype is coded as 2 at locus i. Allele frequencies used in this case were estimated from the current population, as it is common practice in this type of analysis. The equation for j ≠ k is used to compute the off-diagonal elements of the G relationship matrix and the equation for j=k is used to compute the diagonal elements of the G relationship matrix.
Secondly, we computed relationships based on similarities by counting the number of identical alleles at segregating variants between individuals, which can be
, where M is the genotype matrix containing values of 0, 1 and 2 and N is the number of variants. Derivation of the formula is explained in the Additional file 1.
According to Druet et al. [15] , common variants have a MAF higher than 5% and MAF cut-off points ranging from 0.5% to 5% are commonly used as a lower MAF limit to remove variants in genetic studies [16] . In this study, we considered variants with a MAF below 5% to be variants with rare alleles. Relationships were computed for both estimators, using SNP (G SNP ) and whole genome sequence data (G WGS ) in three scenarios: (1) using all variants with a MAF higher than 5% (5+); (2) using all variants with a MAF higher than 1% (1+); (3) using variants with a MAF between 1% and 5% (1_5) in order to infer whether relationships based on variants with rare alleles were different from relationships based on common variants. After MAF restriction 41,225; 44,548 and 3,323 SNPs were kept for relationship estimation from the 50 K SNP chip (SNP), and 11,953,905; 15,871,933 and 3,918,028 from whole genome sequence (WGS) data, in scenario 5+, 1+ and 1_5, respectively ( Table 1) . Insertiondeletions represented 2.4%, 3.4% and 1% of the segregating variants in the three scenarios 5+, 1+ and 1_5.
Comparison of estimated relationships between different scenarios
Estimated relationships using the three types of data (pedigree, SNP, and WGS) and the different scenarios (5+, 1+, and 1_5) were compared against each other. The relationships were split into groups and the cut-off points between these groups were defined according to pedigree estimated relationships as follows: selfrelationships (relationships of the animal with itself ), first degree relationships group such as parent-offspring or full sib relationships (relationships ≥0.5 to <1), second degree relationships group such as half sib, grandparentsoffspring or cousin relationships (relationships ≥0.25 to <0.5) and less-related individuals (relationships <0.25) [17] . Only the three last groups were used for estimated relationship analysis, the first group (self-relationship group) was used for analysis of inbreeding. Differences between scenario 5+, 1+ and 1_5 were tested, using the Wilcoxon test, which is a non-parametric test of comparison of ranked sums between two paired groups [18] . Pearson's correlation coefficients were computed between the different types of data: pedigree (A ped ), and between SNP (G SNP ) and WGS (G WGS ) data with different MAF restriction scenarios in order to infer the impact of rare alleles on estimated relationships. All statistical analyses were conducted in R [19] . The test for correlation significance was performed using the R-package psych [20] .
Inbreeding coefficients
Inbreeding coefficients for pedigree were computed from the A ped matrix using the algorithm of Sargolzaei et al. [21] . Genomic inbreeding coefficients were computed for each individual as the G matrix diagonal elements (self-relationship) minus 1. It should be noted that these inbreeding coefficients represent the correlation between uniting gametes in an individual [22] . Individuals were sub-grouped according to their pedigree depths: all 118 bulls had at least full pedigree records on their parents (group depth1); 60 of these 118 bulls had at least full pedigree records on two ancestral generations (group depth2) and finally, 44 had at least full pedigree records on four ancestral generations (group depth4). For inbreeding coefficients, correlations coefficients were computed between the different types of data with the different MAF restriction scenarios. All statistical analyses were conducted in R [19] .
Results
Distribution of MAF and Hardy-Weinberg proportion analysis
A uniform distribution of MAF was observed for SNP variants, while a L shaped distribution was observed for sequence variants ( Figure 1 ). As expected, all classes of MAF were equally represented on the SNP chip, while low MAF classes were overrepresented in sequence data. Scenarios including rare alleles (1_5 and 1+) showed a smaller fraction of departure from Hardy-Weinberg proportions ( Table 2 ). This indicated that, contrary to our expectations, these scenarios were not more affected by departure from Hardy-Weinberg proportions than the other scenario based on common variants.
Comparison of pedigree, SNP and sequence-based estimated relationships for common variants, MAF ≥ 5%
Estimated relationships for the three groups of different degrees of relationships (first, second and less-related) ranged from 0.00 to 0.66 for pedigree data, from -0.14 to 0.60 for SNP data and from -0.11 to 0.55 for WGS data (Table 3) . Mean values for each considered degree of relationships were close to expectation for estimated relationships including deviations due to inbreeding. Variances of the SNP and WGS-based estimated relationships were in general higher than for pedigree estimated relationships for common variants, indicating that genomic data were able to capture more of the existing variance in relationships than pedigree data only.
Both G SNP and G WGS had a correlation of 0.95 with A ped , while G SNP and G WGS had a correlation of 0.99 ( Figure 2 ). Correlations across all relationships were higher than correlations within groups of relationships (Table 4 ). In fact, correlations across all relationships indicated that groups of relationships were ranked similarly, as expected, when computed from different data. However, correlations within groups showed that using pedigree or genetic variants yielded quite different individual estimated relationships. Correlation coefficients between A ped and G were moderate (ranging from 0.36 to 0.51; Table 4 ). Correlations between G SNP and G WGS were similarly high for the three relationship groups (0.98).
Inbreeding coefficients were on average close to zero for SNP and WGS, ranging from 0 to 0.16 for pedigree estimates, from -0.24 to 0.11 for SNP and from -0.21 to 0.07 for WGS. Correlations between pedigree and genomic inbreeding increased with pedigree depth, as expected. Significant differences between correlations were observed between depth1 and depth4, for A ped versus G SNP 5+ or G WGS 5+ (P-value=0.01).
Comparison of pedigree, SNP and sequence-based estimated relationships when including rare alleles
Estimated relationships for scenario 1+ and 1_5 varied from slightly negative (−0.13) for the less related group to highly positive (1.06) for first degree relationships group (Table 3) . Mean values within groups of different degrees of relationships ranged between 0.45 and 0.27 for the first degree relationships group, between 0.21 and 0.10 for the second degree relationships group and between 0 and -0.01 for the less-related group, i.e. slightly lower than the theoretical expectations. Variances were in general larger for SNP than for WGS.
When comparing scenarios including rare alleles, we observed that the correlations between A ped and G estimated relationships were in general lower than for scenario 5+. Very low correlations were observed between A ped and G for scenario 1_5 with most of the correlations being non-significantly different from zero. High correlations between G SNP and G WGS data were observed for scenario 1+ (on average 0.96) and scenario 1_5 (on average 0.83); both being lower than the value of 0.98 observed for 5 +.
Inbreeding coefficients ranged from -0.23 to 0.18 for SNP and from -0.27 to 0.04 for WGS across the two scenarios including rare alleles. Correlations between pedigree and genomic inbreeding coefficients increased with pedigree depth. Difference in correlations was significant between depth1 and depth4 when comparing G SNP 1+ and G WGS 1+ to A ped (P-value=0.01), and between depth1 and other depths for G SNP 1_5 compared to A ped (P-value=0.02). Similar as for the relationships, scenario 1_5 showed important differences with scenario 1+ as correlations between A ped and G SNP 1_5 for depth1 and all between A ped and G WGS 1_5 were not significantly different from zero.
Estimated relationships and inbreeding coefficients based on common versus rare alleles
Hereafter we report correlations within G SNP and G WGS , between the different MAF scenarios (e.g. between G SNP 5+ and G SNP 1+, G SNP 5+ and G SNP 1_5 or G SNP 1+ and G SNP 1_5) ( Table 4 ). Comparative Wilcoxon tests showed significant differences between the estimated relationships of the different scenarios (P-value <1.10 −6 ). Regarding inbreeding coefficients, differences between scenarios were only significant when computed from As scenario 1_5 and 1+ partly used the same variants, they were, for both G WGS and G SNP , better correlated (0.84 to 0.59) than 1_5 and 5+ (0.65 to 0.50). Moreover, the correlations between scenario 1+ and 1_5 for G WGS were higher than for G SNP , indicating that the exclusive use of variants with a MAF between 1% and 5% gave estimates that were closer to the estimated relationships of WGS data, as the latter type of data contains relatively more of these variants.
Similarity-based estimated relationships
Alongside the Yang method, which weighs the contribution of each locus by its MAF, we also computed relationships based on similarities between genotypes. This yielded estimated relationships that were generally higher and with smaller variances than those yielded by the Yang method. Estimated relationships for genomic data ranged from 0.40 to 1.94; in particular scenario 1_5 showed high genomic estimated relationships ranging from 1.47 to 1.94 ( Table 5 ). In fact, relationships estimated using the method based on similarities are expected to fall in the range from -2 to 2, -2 corresponding to two individuals having opposing homozygote genotypes for all variants and 2 denoting identical homozygote genotypes for all variants. The scenario including only variants with rare alleles showed estimates close to 2. This can be explained by the fact that variants with low MAF in the current population harboured a high proportion of homozygous individuals for the common allele, compared to individuals being heterozygous or homozygous for the minor allele. Indeed, individuals are likely to be more similar for the common allele when looking at low MAF variants, causing by construction higher values for scenario 1_5. Overall, correlations from the similarity-based method and Yang method were similar between A ped and G estimated relationships for scenarios 5+ and 1+ (0.96). The overall correlations between the A ped and G in scenario 1_5 were smaller for similarities, which where 0.43 for G WGS and 0.39 for G SNP (Figure 3) ; for the Yang method, results were 0.93 for G WGS and for G SNP (Figure 2 ). The major difference observed when using the similarity-based method instead of the Yang method was that correlations between A ped and G SNP or G WGS , within groups of different degrees of relationships, were noticeably higher. On the other hand, when comparing scenario 1+ and 5+ to 1_5 for both G SNP and G WGS , correlations based on similarities were smaller (Table 6) .
Correlations between inbreeding coefficients obtained from different data sets when using similarities were mostly not significantly different than those yielded by the Yang method (Table 6 ). Inbreeding coefficients from pedigree were on average close to zero, for SNP and WGS, in both scenarios 5+ and 1+, around 0.35 and even higher (0.88) for the scenario 1_5, due to using a value of 0.5 for all allele frequencies.
Discussion
Whole genome sequence data cover all SNP and structural variation and are therefore expected to estimate exact relationships between individuals. With the increasing availability of this source of information, one major question is whether relationships estimated from whole genome sequence data are indeed different from those computed from pedigree and SNP data, and whether such differences justify the replacement of traditional data by WGS information. Pérez-Enciso [23] suggested that new generation sequencing techniques are as valuable as high density SNP chips for estimating genomic relationships, provided that coverage and variant density of SNP chips are sufficient. However, an important benefit of using WGS instead of pedigree and SNP data is that it enables access, without any ascertainment bias, to information on all variants with rare alleles. Variants with a MAF between 1% and 5%, defined here as variants with rare alleles, represented approximately 20% of the segregating variants of the WGS in our study, a relatively large proportion of the whole genome sequence variants, but only 7% of the SNP data.
In this study, we showed that additional information from rare alleles can have a significant impact on estimated relationships and (to a lesser extent) on inbreeding coefficients. Since these estimates provide the basis for selection decisions, it can be hypothesised that using sequence data instead of SNP data will affect subsequent selection and that including rare variants in the data used for estimation will allow focusing more on the variation carried by such rare variants.
Whole genome sequence data
Whole genome sequencing is a rapidly developing field, making new tools available for animal breeding but some limitations are still to be reported. One issue with WGS is the variant calling accuracy, that tends to be low at variants showing extreme minor allele frequencies [24] . The current approach taken for WGS in cattle, is to sequence key ancestors in the population [11] , and then impute this sequence data for other animals in the population that are genotyped with high density SNP chips [24] . Results of imputation of WGS show poor accuracy for variants with low MAF of 5% and lower, the accuracy of imputation decreases to below 0.5 [11] . Pérez-Enciso [23] argued that high density SNP chips are cheaper and more reliable than data from sequencing followed by imputation. The issue of low imputation accuracy may be overcome by using a larger sample size [15] . Further investigations and applications of whole genome sequence data are expected to benefit from the growing number of available sequences, and the development of better imputation strategies [15, 25] . Accuracy of the estimated allele frequencies may affect estimated relationships, in the sense that small sample sizes might lead to increased estimation error. To asses the impact of this issue on our results we performed a simulation study (details in Additional file 2). Allele frequencies, for each variant of the WGS selected in scenario 1+, were drawn 100 times from a normal distribution with mean and variance measured from the observed allele frequencies. Using each of the 100 sets of simulated allele frequencies, we computed the relationships with the Yang method, and correlated them with the estimated relationships using the observed allele frequencies. These correlations were all greater than 0.999, showing that our results were not affected by innaccuracy of estimated allele frequencies due to limited sample size.
Finally, in addition to our analysis of the complete WGS variants set, we performed the relationship computations excluding insertion-deletion variants. Correlations between estimates from all variants or excluding insertion-deletions were equal to 1 (results not shown). This observation supported our conclusion that changes between scenarios and type of data were due to low MAF variants, and not because the sequence data also included insertion-deletion variants. where a means significantly different from 0 and b significantly different from 1 (P-value ≤0.05).
Relationship estimators
Differences between pedigree and marker-based estimators have three main causes. Firstly, pedigree estimators rely on the fact that 50% of the genome is transmitted from parents to offspring. Likewise, two non-inbred full sibs theoretically are expected to share 50% of their genome. Marker-based methods, however, give access to the actual shared proportion. In the case of full sibs, for example, the share of genome might vary from the 50% value due to Mendelian sampling [26] . Secondly, pedigree-based methods assume that individuals with unknown parents do not have alleles in common. Therefore, pedigree-based estimators measure the proportion of genome shared by two individuals descending from an assumed unrelated founder population; Identical By Descent (IBD). Marker-based methods, on the other hand, estimate the proportion of the genome that is Identical By State (IBS). Markerbased estimators, such as the Yang method, apply correction for allele frequencies that increases the weight of low MAF variants. Such estimators are therefore expected to be more similar to IBD estimators, relative to the base population from which the allele frequencies are defined. Finally, the estimators differ in the way that this base population is assigned. Pedigree estimators assume an arbitrary base population, defined as the founder individuals in the pedigree. Marker-based estimators define the base populations depending on the allele frequencies used for the estimation. The similarity-based method is defined as being an estimator of relationships when founder alleles are unique [27] . It is equivalent to defining the founder population further back in time, as confirmed by the high inbreeding coefficients obtained in this study. As argued by VanRaden [28] , estimated relationships should be computed using allele frequencies from the founder population. Since the actual founder population is usually unknown, these estimates may be computed from the base population in the pedigree. One way to do this is described by Gengler et al. [29] . In practice, due to difficulties for coping with discrepancies in pedigree completeness and depth, allele frequencies from the current population are mostly used. Likely because such frequencies had been used to compute the Yang estimator in our study, the considered base population when computing similarities was closer to the base population of the pedigree than to the one used in the Yang estimator. Evidence can be seen in our results; more similar relationships, so higher correlations, were observed between pedigree-based and similarity-based estimators than between pedigreebased and the Yang estimator. As suggested by Luan et al. [30] , different estimators capture different ages of relationships and when the earliest relationships are of interest, IBS estimators will be more accurate than estimators based on pedigree. Analogous to our similarity-based method, Pérez-Enciso [23] , in a simulation study, estimated relationships based on the fraction of alleles shared by two individuals without accounting for differences in allele frequencies. Forni et al. [31] also compared different scenarios based on similarities, or allele frequencies when using SNP data. Both Forni et al. [31] and Pérez-Enciso [23] argued that the use of estimators scaled by the allele frequencies, such as achieved by the Yang estimator used in our study, provide standardised diagonal and offdiagonal estimates, which are more appropriate for further application in selection strategies. By correcting for allele frequencies, the Yang estimator puts relatively more emphasis on low MAF variants. Rare alleles are either recent mutations or ancient alleles driven to low allele frequencies through time due to drift, or natural and artificial selection. These alleles have a higher risk for disappearing after a few generations; thus in the framework of genetic diversity conservation, it may be desirable to put a higher priority on rare compared to common alleles in order to balance the potential loss of genetic diversity. This suggests that the Yang estimator may also be most appropriate when computed relationships are used for genetic diversity conservation decisions, which aim to conserve variation at low MAF variants as much as possible. data, based on similarities. Each linear regression was performed for the scenarios with Minor Allele Frequency (MAF) ≥ 5% (5+), ≥ 1% (1+) and between 1% and 5% (1_5). The first row represents the plots for scenario +5, the second for +1 and the third for 1_5. The first column shows the linear regression plots of G SNP on A ped . The second column shows the linear regression plots of G WGS on A ped . The third shows the linear regression plots of G WGS on G SNP . In black is the regression line for an exact linear model (intercept=0, slope=1) and in red is the actual overall regression line. On the top left corner, the overall correlation coefficient for each linear regression appears.
Comparison of pedigree, SNP and sequence-based standardised estimates
In our study, correlations were high only between G SNP and G WGS (ranging from 0.68 to 0.98 for all scenarios), in agreement with a correlation of 0.92 between both scenarios reported by Pérez-Enciso [23] . Additionally, in our study, the correlation between G SNP and G WGS on one hand and A on the other hand were considerably lower and variances of estimated relationships were generally higher for both G SNP and G WGS than for A, comparable to results found in other studies [31] [32] [33] [34] .
Grouping individuals according to their pedigree depths showed that longer pedigree records led to closer correlation between pedigree and genomic inbreeding coefficients. Negative inbreeding coefficients, i.e. self-relationships lower than one, were also observed. With 'inbreeding' defined as the mating of individuals that are more related than the average of the population [34] , negative inbreeding coefficients occur when individuals have an excess of observed heterozygous genotypes, compared to the expected number based on the allele frequencies of the population [35] . Finally, in this study we observed that inbreeding coefficients computed from whole genome sequence data were significantly different depending on the MAF restriction chosen.
Pérez-Enciso [23] argued that relaxing the MAF cutoff point for variants array design, which are customised according to a population, can be used for more accurate relationship estimation. Edriss et al. [16] also argue that a MAF restriction between 0.01 and 0.02, instead of a higher threshold, may lead to an improvement in the accuracy of genomic predictions. Rare alleles are of interest in genetic diversity conservation. From our results it can be speculated that including variant with low MAF, by using WGS information, may impact prioritisation for genetic diversity conservation. Further studies are needed to confirm this hypothesis.
Conclusions
Relationships computed from whole genome sequence data are expected to reflect the true relationships between individuals; therefore, sequence data are considered a valuable resource for improving estimated relationships. In this study, estimated relationships and inbreeding coefficients from pedigree and genomic information were hardly correlated; when from SNP and WGS data they were shown to be strongly correlated. Nevertheless, when using the sequence data, neglecting rare alleles, i.e. variants with a MAF below 5%, led to significant changes in the estimated relationships. Such changes may affect selection strategies for long-term selection and genetic diversity conservation. If conservation of genetic diversity is geared towards safeguarding all accessible variation, then relationship estimators that weigh genotypes by their allele frequencies are to be preferred, possibly combined with the use of sequence data. The following question, however, remains un-answered: to what extent will the use of whole genome sequence data and rare allele information affect selection strategies such as Optimal Contribution Selection in optimising long-term genetic improvement and genetic diversity conservation? where a means significantly different from 0 and b significantly different from 1 (P-value ≤0.05).
